We describe here the draft genome sequence of Enterobacter hormaechei strain MHSD6, a bacterial endophyte isolated from the medicinal plant Pellaea calomelanos. The Enterobacter hormaechei strain MHSD6 draft genome is 4,817,102 bp in length, with a GϩC content of 55.50%.
nology (RAST) server (11) (12) (13) . The genomic islands were identified by screening the PGAP annotation file generated from NCBI on the IslandViewer 4 website (http://www .pathogenomics.sfu.ca/islandviewer/) (14) . Clustered regularly interspaced short palindromic repeats (CRISPR) were predicted by CRISPRCasFinder software (15) (16) (17) .
The Illumina MiSeq platform generated 250 Mb of sequence reads. The draft genome of strain MHSD6 produced 60 contigs with a total genomic length of 4,817,102 bp and a GϩC content of 55.50% (Table 1) . It consists of a total of 4,779 genes; 4,691 of the genes are protein coding genes, 88 are RNA genes, 143 are pseudogenes, and 6 are noncoding RNA (ncRNA) genes. The RNA coding genes predicted include 76 tRNA and 6 rRNA (5S, 16S, and 23S) genes. We identified genes responsible for nitrogen fixation, phytohormone production, transport proteins, and transcriptional regulators, all of which may play a part in symbiosis with the plant and promote plant growth.
Data availability. This whole-genome shotgun project and associated data have been deposited at DDBJ/ENA/GenBank under the accession number VHQJ00000000, BioProject accession number PRJNA550302, BioSample accession number SAMN12124847, and SRA accession number SRR10237366. The version described in this paper is version VHQJ02000000.
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